GAP of: 0964DU63530aa check: 7513 from: 1 to: 392 



WPDEF Case 0964D Rad23 protein encoded by GenBank U63530 Rice Rad23 
Case 0964D Rad23 protein encoded by GenBank U63530 Rice Rad23. 
SwissProt entry 
Q40742 

U63530. Oryza sativa osRA. . . [gi : 14 8 82 96] Links 

LOCUS OSU63530 1533 bp mRNA linear PLN 

AUG-1997 

DEFINITION Oryza sativa osRAD23 mRNA, complete cds . . . . 



to: 0964sid2 check: 7022 from: 1 to: 405 



WPDEF Case 0964 Rad23 SEQ ID NO: 2 corn 
Case 0964 Rad23 SEQ ID NO: 2 corn 



Symbol comparison table; blosum62 . cmp CompCheck; 1102 
BLOSUM62 amino acid substitution matrix. 

Reference: Henikoff, S. and Henikoff, J. G. (1992) . Amino acid 

substitution matrices from protein blocks. Proc. Natl. 

Acad. 

Sci. USA 89: 10915-10919. 



Gap Weight : 8 

Length Weight: 2 

Quality: 1099 

Ratio: 2.804 

Percent Similarity: 68.394 



Average Match: 2.778 

Average Mismatch: -2.24 8 

Length: 411 

Gaps : 8 

Percent Identity: 62.694 



Match display thresholds for the alignment ( s ) : 
I = IDENTITY 



0964DU63530aa x 0964sid2 October 28, 2003 11:25 



1 MKISVKTLKGSTFQIEVDSAQKVADVKRIIETTQGQHIYPAEQQMLIHQG 50 

I I : . M I I I I . I : I I I I M I I I I I I I { I I I I : I I I I I : I I 

1 MKLNVKTLKGTNFEIEASPDASVADVKRIIETTQGQSTYRADQQMLIYQG 50 

51 KVLKDDTTLDENKVLENSFLVIMLRQGKGSSS. .SAPATSKAPSNQAPPT 98 

I : I I I : I I I : I I I I I I I I I I I . I I I I I MIL II 
51 KILKDETTLESNGVAENSFLVIMLSKAKASSSGASTATTAKAPATLAQPA 100 

99 QTV.PAAPA SQAPVAPATTVPVTVSAPTPTATASPAPAVAVSSEAD 143 

I II I . I I I II I I I I . Ml M . : I ! 

101 APVAPAASVARTPTQAPVATAETAP PSVQPQAAPTKATVAATDDAD 145 

144 NYGQATSNLVAGSNLEATIQSILEMGGGIWDRDIVLHALSAAFNNPERAV 193 

I M MM MM III 11:1111 MM M II I M M I I I M 
14 6 VYSQAASNLVFGNNLEQTIQQILDMGGGTWERDTVVRALRAAYNNPERAI 195 

194 EYLYSGVPEQMDI.PV. .PPPSIQPANPTQASQA. . . .TQPAAPSILSSG 236 

: M I I M I I . : M Ml I III I II M 

196 DYLYSGIPENVEAQPVARAPAAGQQTNQQAASPAQPAVALPVQPSPASAG 245 



237 PNASPLDLFPQALPNASTD AAGLGNLDALRNNAQFRTLLSLVQAN 281 

I I I . I I . I I I I . I . . . M I I I I I I I I . I I I I I I I 

24 6 PNANPLNLFPQGVPSGGSNPGVVPGAGSGALDALRQLPQFQALLQLVQAN 295 

282 PQILQPLLQELGKQNPQILQLIQENQAEFLHLINEPAEGDDEENLLDQFP 331 

I M I I I : I I I I I I I I I I I I . I I I M I I I I I I : I I II I : I I 

296 PQILQPMLQELGKQNPQILRLIQENQAEFLRLVNESPEGGPGGNILGQLA 345 

332 EAMPQTIAVTPEEDEAILRLEPMGFDRALVLDVFFACNKDEQLAANYLLD 381 

MM: I I I I I III III MM M I M I II II I M M II I II I 
34 6 AAVPQTLTVTPEEREAIQRLEGMGFNRELVLEVFFACNKDEELTANYLLD 395 

382 HMNEFADEGPP 392 

I Ml I : 
396 HGHEFDDQQQ. 405 



